Abstract
(calves, lactating dairy cows and beef cattle) were sampled and tested. Mean herd 74 size was 57 ± 37.1 cows, 24 ± 16.2 calves and 44 ± 35.5 beef cattle. Cows enrolled 75 in this study were between two and 15 years old, calves at least two days and with 76 the oldest being six months of age. Half of the farms housed dairy cows in free stall 77 barns and half of them in tie stall barns. Most farms used hutches and individual pens 78 for their calves. All beef cattle were housed in pens with six to eight animals each.
79
The mean age at slaughter was 4 ± 0 months for veal calves and 20 ± 2.2 months for 80 beef cattle. Fifteen farms were exclusively beef cattle farms, where the youngest and 81 the oldest group were tested. On most farms beef cattle were housed in pens with six 82 to eight animals each. The mean size of herds was 130 ± 108.5 and the mean age of 83 bulls at slaughter was 20 ± 2.3 months. In addition to the 45 survey farms, 9 cow-calf 84 herds and one beef cattle farm were enrolled as control group not having used 85 antimicrobials for at least half a year. for all samples compared to 17.3% of all samples from beef cattle farms and 6.1% 144 from the control group. The highest rates of ESBL E. coli on mixed farms could be 145 detected in calves with 56.2% of fecal samples harboring ESBL E. coli followed by 146 cows (41.1% of fecal samples) and beef cattle (21.4% of fecal samples) ( Table 2) .
147
In the control group 3 of 10 (30%) farms were positive for ESBL E. coli with one 148 positive boot swab sample on each farm ( 
285
The survey data showed that calves being fed waste milk (p=0.055, median: 0.33; 286 0.83) harbor more ESBL E. coli positive fecal samples, however, not significantly.
287
The observation that feeding waste milk, which may contain antibiotics at low group 2 has been mainly described in South America and Japan (37). These findings
301
are consistent with the observation in this study as bla CTX-M-1 group genes were 302 predominantly detected, sporadically also bla CTX-M genes belonging to group 2 and 9.
303
In addition, 48 phenotypic AmpC E. coli isolates were screened for the presence of 304 mutations of the promoter region and plasmid-mediated ampC. A predominance of 305 mutation of the promoter region was found, however, five isolates with bla CMY-2 were 306 yielded from three beef cattle farms. To our knowledge, this is the first time that 
